The characterization of cancer stem cell (CSC) subpopulation, through the comparison of the gene expression signature in respect to the native cancer cells, is particularly important for the identification of novel and more effective anticancer strategies. However, CSC have peculiar characteristics in terms of adhesion, growth, and metabolism that possibly implies a different modulation of the expression of the most commonly used housekeeping genes (HKG), like b-actin (ACTB). Although it is crucial to identify which are the most stable HKG genes to normalize the data derived from quantitative Real-Time PCR analysis to obtain robust and consistent results, an exhaustive validation of reference genes in CSC is still missing. Here, we isolated CSC spheres from different musculoskeletal sarcomas and carcinomas as a model to investigate on the stability of the mRNA expression of 15 commonly used HKG, in respect to the native cells. The selected genes were analysed for the variation coefficient and compared using the popular algorithms NormFinder and geNorm to evaluate stability ranking. As a result, we found that: 1) Tata Binding Protein (TBP), Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein zeta polypeptide (YWHAZ), Peptidylprolyl isomerase A (PPIA), and Hydroxymethylbilane synthase (HMBS) are the most stable HKG for the comparison between CSC and native cells; 2) at least four reference genes should be considered for robust results; 3) the use of ACTB should not be recommended, 4) specific HKG should be considered for studies that are focused only on a specific tumor type, like sarcoma or carcinoma. Our results should be taken in consideration for all the studies of gene expression analysis of CSC, and will substantially contribute for future investigations aimed to identify novel anticancer therapy based on CSC targeting.
Introduction
Different populations of cells form malignant tumors. Within any given normal tissues, reside a subpopulation of stem cells with abilities of self-renewal and differentiation into specialized cells. Similarly, a tumor is composed of a heterogeneous population of malignant cells with distinct rank of differentiation, proliferation and tumorigenic potential. Among such heterogeneous malignant cells, cancer stem cells (CSC) are referred as a small but distinct population of element in the tumor mass that are primary involved in the steps of initiation, transformation and subsequent progression of the tumor [1] . The CSC model argues that, like stem cells of normal tissues, tumor cells follow hierarchical organizations in which CSC lying at the apex hold the capacity for tumorigenesis [2] , metastasis promotion [3] [4] [5] , and resistance to chemotherapy or radiotherapy [6] [7] [8] . This tumor-initiating cell population was isolated and characterized for the first time in human myeloid leukaemia [9, 10] , and subsequently also in other solid tumors [11] [12] [13] . The most widely used assay for the isolation of CSC is the sphere-forming assay and is based on the ability of CSC to grow in anchorageindependent conditions and to form floating colonies [12] , the so-called "spheres". Previously, we isolated CSC spheres from human musculoskeletal sarcomas [14] [15] [16] , and in this study we also isolated CSC from different carcinoma. Whereas carcinomas are common adult malignancies that display high metastatic index at diagnosis and extensive morbidity [7, 12] , musculoskeletal sarcomas are heterogeneous, relatively rare, and highly aggressive malignancies of bone and soft tissues that frequently occur in children and young adults [17] . The high rate of relapse typical of these neoplasms dramatically affects the clinical outcome and, despite surgery can be curative, tumor prognosis remains poor. Therefore, current therapeutic approaches are not sufficient to improve the clinical outcome, and further improvements may derive only from a better understanding of molecular mechanisms of these diseases, and from the identification of specific markers that definitely distinguish CSC from other tumor cells. Thus, under this context, the in vitro isolation of spheres provides an invaluable tool.
Quantitative Real-Time Polymerase Chain Reaction (qRT-PCR) is the most sensitive and accurate method to quantify mRNA expression of a single gene in various experimental conditions, and requires normalization of data against a reference gene, which typically should have a highly stable expression under the different considered experimental procedures [18] . The identification of specific housekeeping genes (HKG) is a pivotal prerequisite for studying the relative change in mRNA expression of a target gene. The selected HKG should not be co-regulated with the target gene or influenced by the experimental procedure. It should also be expressed in abundance and have minimal variability. The most common method for normalizing gene expression levels is to compare the mRNA levels of the gene of interest to the endogenous control gene. Normalization of qRT-PCR data against random HKG may result in erroneous calculation of the normalization factor used to compare the experimental conditions, and therefore hiding biological differences among samples [19] . Among different reference genes, beta-Actin, Glyceraldehyde 3-phosphate dehydrogenase, or beta-Tubulin are the most commonly used, as they are highly expressed, necessary for survival, not-regulated by signalling pathways, and are synthesized in all nucleated cell types. However, recent findings demonstrated that even beta-Actin, one of the most commonly used HKG, could be an unsuitable internal control [20, 21] .
qRT-PCR analyses of CSC have already been performed but, for our knowledge, no justification to the selection of the HKG is still available. In this study, we selected 15 of the most used HKG to evaluate their stability in both CSC and adherent native cells isolated from human rhabdomyosarcoma (RS), osteosarcoma (OS), Ewing's sarcoma (ES), breast carcinoma (BC) and renal carcinoma (RC). Through the comparison of the coefficient variation and the usage of geNorm [22] and NormFinder [23] softwares we performed a valid, reproducible, and comparative analysis of the stability of the selected HKG.
RS cell line (RD), OS cell lines (MG-63, HOS, Saos-2), ES cell line (A-673), BC cell line (MDA-MB-231) and RC cell line (ACHN), were purchased from American Type Culture Collection (ATCC,Manassas, VA, USA), and cultured in Iscove's modified Dulbecco's medium (IMDM, Gibco), plus 20 U/mL penicillin, 100 mg/mL streptomycin, and 10% heatinactivated fetal bovine serum (FBS) (complete IMDM) at 37°C in a humidified 5% CO 2 atmosphere. A human primary ES culture (ES4540) was also used, and was obtained from a fresh biopsy of human ES, and characterized, as previously described [16] . The ES4540 sample was collected after a signed informed consent and following the approval of the Istituto Ortopedico Rizzoli ethics committee (0033626, 9 Nov 2011), according with the Declaration of Helsinki. Briefly, tissue samples were subjected to mechanical mincing, followed by enzymatic digestion, to obtain single cells that were seeded in complete IMDM until the formation of a monolayer.
CSC cells were obtained as previously described [16] . Briefly, all native tumor cell cultures were maintained in anchorage-independent conditions in DMEM:F12 medium with progesteron (20 nM), putrescin (10 mg/mL), sodium selenite (30 nM), apo-transferrin (100 μg/mL), and insulin (25 μg/mL) (Sigma-Aldrich, St. Louis, MO) in low-attachment flasks (Nunc, Penfield, NY) (sphere-forming assay). We obtained the CSC culture by maintaining the spheroid in anchorage-independent conditions in specific cell media, adding the growth factors EGF and bFGF every 3-4 days (twice at week). Fresh human EGF (20 ng/mL) and bFGF (10 ng/mL) (PeproTech, Rocky Hill, NJ) were added twice a week until cells started to grow as floating aggregates (spheres). Spheroid cultures were amplified by treating the primary CSC culture with trypsin, followed by gentle mechanical dissociation, and by re-plating single-cell suspension to obtain the second spheroid culture. Viability was verified by erythrosine staining. The percentage of dead cells was low (10-15% of dead cells). Only those cultures that were able to form spheres and that expressed stem cell-related markers were considered.
Illumina genome analyzer sequencing and data analysis
A deep sequencing analysis of MG-63, HOS, and Saos-2 OS cell models was performed to compare the global transcriptional expression of CSC to the respective native cells, in order to select a panel of stable HKG for qRT-PCR analysis. Briefly, total RNA was collected from the cell lysate in acid guanidinium thiocyanate-phenol-chloroform [24] . The total RNA was quantified by Bioanalyzer (Agilent, Santa Clara, CA) following the manufacturer's instructions. RIN (RNA Integrity Number) and A260/A280 ratio of the prepared total RNA were all 10, and over 1.8, respectively. The library of template molecules for high throughput DNA sequencing was converted from the total RNA using TruSeq RNA Sample Prep Kit v2 (Illumina, San Diego, CA), following the manufacturer's protocol. The library was also quantified with Bioanalyzer (Agilent), following the manufacturer's instruction. The library (7 pM) was subjected to cluster amplification on a Single Read Flow Cell v4 with a cluster generation instrument (Illumina). Sequencing was performed on a Genome Analyzer GAIIx for 70 cycles using Cycle Sequencing v4 regents (Illumina). Human genome build 19 (hg19) were downloaded from University of California, Santa Cruz genome browser (http://genome.ucsc.edu/). Image analysis and base calling were performed using Off-Line Basecaller Software 1.6 (Illumina). Reads were aligned using ELAND v2 of CASAVA Software 1.7 with the sequence data sets. Transcript coverage for every gene locus was calculated from the total number passing filter reads that mapped, by ELAND-RNA, to exons. These analyses were performed using default parameters. The data were viewed using Genome Studio Software (Illumina). The advanced analysis for quantification with Quantile normalization algorithm was performed using Avadis NGS software (version1.5, Strand Scientific Intelligence Inc., San Francisco, CA).
RNA isolation and cDNA synthesis
Total RNA was extracted from CSC and native cells from all the different histotypes included in the study by using the NucleoSpin RNA II (Macherey-Nagel, Düren, Germany). On-column DNase digestion was performed following manufacturer's instructions. The total RNA purity was quantified using a Nanodrop Spectrophotometer (NanoDrop Technologies). Total RNA (0.5 μg) were reverse-transcribed into cDNA in 20 μl final volume, using MuLV Reverse Transcriptase and RNase inhibitor (Applied Biosystems, Foster City, Ca, USA). First-strand cDNA was synthesized using random hexamers. For each sample, 3 biological replicates were processed.
qRT-PCR
qRT-PCR was performed by using a Light Cycler instrument and the Universal Probe Library system (Roche Applied Science, Monza, Italy). Probe and primers were selected by using a web-based assay design software (ProbeFinder https://www.roche-applied-science.com), and were further controlled using Oligo Primer Analysis Software. Only primers spanning an exon-exon junction and producing a PCR amplificate with length between 70 and 150 base pairs were selected. All the primers designed were analysed by BLAST to verify their specificity (National Center for Biotechnology Information). All cDNA were diluted 1:10, and 10 μl were used as template and included in a 20 μl of total volume of qRT-PCR reaction. The protocol of amplification was: 95°C for 10 min; 95°C for 10 s, 60°C for 30 s, and 72°C for 1 s for 45 cycles; 40°C for 30 s. Each assay included a blank. Table 1 provides a summary of all the HKG, primer sequences, and probes included in this study. For the evaluation of the expression of c-Myc (NM_002467.4), KLF4 (NM_004235.4), Nanog (NM_0248695.2) and OCT3/4 (NM_002701.4), the following primers were used: c-Myc-F 5'-gctgcttagacgctggattt-3', c-Myc-R 5'-taacgttgaggggcatcg-3', probe 66; KLF4-F 5'-ccatctttctccacgtt cg-3', KLF4-R 5'-agtcgcttcatgtgggagag-3', probe 7;. Nanog-F 5'-ATGCCTCACACGGAGACTG T-3', Nanog-R 5'-AGGGCTGTCCTGAATAAGCA-3, probe 69; OCT3/4-F 5'-CTTCGCAAG CCCTCATTTC-3', OCT3/4-R 5'-GAGAAGGCGAAATCCGAAG-3', probe 60. For the purpose of normalization, the relative expression of KLF4, c-Myc, Nanog and OCT3/4 were normalised by the reference gene ACTB or for the geometric average of YWHAZ and GAPDH for CSC and native cells from MG-63, or for the geometric average of PPIA and HMBS for CSC and native cells from ACHN and MDA-MB-231. The relative expression of the stem cell markers was calculated using the ΔΔCt model [25] .
NormFinder analysis
NormFinder program is a VBA applet [23] based on a variance estimation approach, which ranks the candidate HKG based on their stability evaluation, and assigns a stability value to each candidate gene using a model-based approach. In agreement with NormFinder requirements, the Ct values were transformed in relative quantity, using the lowest Ct value as calibrator. According to the analysis, the lowest stability value was top ranked. We grouped all the data in 3 different clusters: 1) all data from CSC of different tumors; 2) all data from native cells of different tumors; 3) all data from different tumors with CSC and native cells pooled together. For the third group of data, in addition to CSC and native cells obtained from all tumors pooled together, we also considered CSC and native cells obtained from the single tumor type, from sarcoma or from carcinoma. All results were obtained from 3 sets of replicates.
GeNorm analysis
GeNorm v. 3.0 [22] available in qbase+ [26] (Biogazelle, Ghent University, Belgium, http:// www.qbaseplus.com) was used to evaluate the stability of candidate HKG. GeNorm calculates all the possible average pairwise variation between the candidate genes and provides a measure of the expression stability (M) of each gene. An M-value below 1.5 indicates stable HKG. The candidate reference gene with the lowest M value was considered to have the most stable expression. GeNorm ranks candidate reference genes on the basis of their stability of expression, and performing stepwise exclusion of the gene with the highest M-value (the least stable expressed gene), and recalculates M-values for the remaining genes. We use also GeNorm to verify if a single HKG is sufficient for an adequate normalization. Indeed, GeNorm provides the optimal number of reference genes required for accurate normalization. V values below the cut-off value 0.15 indicated the optimal number of genes required for data normalization. Similarly to the analysis performed with NormFinder, we grouped all the data and the results in 3 different clusters. All results were obtained from 3 sets of replicates.
Coefficient of variation analysis
Gene expression stability evaluated by the coefficient of variation (CV) was calculated by dividing the standard deviation (SD) of threshold cycles (Ct) by the mean Ct value. As in the analysis performed with NormFinder and GeNorm, we grouped all the data in 3 different clusters, and the results were obtained from 3 sets of replicates.
Rank aggregation
The analyses performed by the three described methods showed some differences in the stability rank of the HKG. Therefore, we identified the most stable genes by considering the lowest value of the mathematic average of the NormFinder, geNorm and CV method ranks for every single gene. 
Statistical analysis

Results
RNA quality control and characterization of CSC
We established sphere cultures from commercially available cell lines from 3 different sarcoma and 2 carcinoma histotypes (MG-63 for OS, RD for RS, A-673 for ES, MDA-MB-23 for BC, and ACHN for RC), and from a fresh ES biopsy (ES4540). The spectrophotometric analysis confirmed the purity of the samples, with an A 260 / 280 ratio of 2.08 ± 0.06, indicating proteinfree pure RNA, and a A 260/230 ratio of 1.98 ± 0.21, indicating that the total RNA was phenol and ethanol free. The stemness-like features for all the CSC cultures included in this study were previously characterized [16, 27] , with the exception of cscMG-63, cscMDA-MB-231, and cscACHN for which the ability to growth as floating aggregates (Fig 1) , and the mRNA expression for KLF4, c-Myc, Nanog, and OCT3/4 stemness markers [28] were here confirmed.
In particular, in cscMG-63 we found a trend of increased expression of KLF4 (Fig 1; n = 12 ; p = ns), and a significantly higher expression of c-Myc ( ÃÃ p = 0.0019), Nanog ( ÃÃ p = 0.0010), and OCT3/4 ( Ã p = 0.0265). CSC from MDA-MB-231 highly express all the stamness markers than the adherent culture (Fig 1; n = 6 ; KLF4 Ã p = 0.0130; c-Myc ÃÃ p = 0.0011; Nanog ÃÃ p = 0.0011; OCT3/4 Ã p = 0.0325), whereas the sphere cultures from ACHN expressed consistent levels of mRNA for KLF4 and Nanog (Fig 1; n = 6 ; KLF4 Ã p = 0.0130; Nanog Ã p = 0.0130), and no different expression for c-Myc. In cscACHN, the expression of the OCT3/4 marker is lower than the adherent native culture (Fig 1; Ã p = 0.0130). The stemness genes were normalised by ACTB, one of the most commonly used HKG.
Expression profile of the candidate HKG genes
Fifteen candidate reference genes (Table 1) were selected through the analysis of literature survey on studies on normal stem cells and tumor cells with qRT-PCR analysis. We selected those genes that belong to different functional classes or pathways in order to reduce the probability to include in the analysis co-regulated genes. The transcript profiling of the selected genes was preliminary analysed by Illumina Genome Analyzer sequencing. The deep sequencing analysis showed that the putative reference genes were stably expressed, with the exception of G6PD (Table 2 , Fig 2A) .
We used only MG-63 as representative of the OS histotype for the following qRT-PCR analysis to confirm the data obtained by deep sequencing. To compare different mRNA transcription levels we used the threshold cycles (Ct) values. Ct value is the intersection between an amplification curve and a threshold line, and is inversely correlated with the amount of target gene present in the PCR reaction [29] . The 15 candidate reference genes exhibited a broad range of expression level. The distribution of median Ct values and percentile for each gene is shown in the blox plot of Fig 2B. Reference genes were less expressed in CSC compared to native cells. The smallest differences in gene expression between CSC and native cell lines, expressed as ΔCt, were detected for B2M, TBP and SDHA, whereas the highest ΔCt were calculated for ACTB, TUBB and PGK1 (Table 3) . By performing the paired Wilcoxon signed-rank test for each gene to evaluate the difference between CSC and native cells obtained from the same cells of origin, we found a significant difference in HKG expression between CSC and native cells for around half of the HKG examined (Table 3) . Determination of housekeeping gene expression stability HKG expression stability was evaluated by using NormFinder VBA applet, the GeNorm software, and by calculating and comparing the coefficient of variation (CV) in three different groups: in (1) CSC or (2) native cells, with the aim to identify the most stable genes within a specific cell subtypes, and (3) in the pooled CSC and native cells, with the aim to identify the most stable genes to be considered as reference genes for the comparison of gene expression between CSC and native cells.
The stability values for NormFinder and M values for GeNorm are parameters of stability that are inversely correlated to the expression stability of the HKG. All the 15 candidate reference genes had a M value lower than the threshold value of 1.5 (Table 4) , which indicated that all can be considered as acceptable in terms of stability [22] .
1) The most stable HKG in CSC. Using the NormFinder VBA Applet, the 3 most stable HKG resulted GAPDH, PGK1 and HMBS (from the first to the third stable), whereas the less stable were RPL13a, B2M and GUSB. Using GeNorm software, we identified YWHAZ, GAPDH and TBP as the most stable HKG, whereas the less stable genes were ACTB, GUSB and B2M. CV method also underlined that the use of ACTB should be avoided, whereas, like for GeNorm and NormFinder analyses, the use of PGK1 and YWHAZ is recommended. A comparison of the ranking produced by the three approaches revealed difference depending on the type of algorithm applied. The minimal number of reference genes required for normalization was determined by GeNorm calculation of pairwise variation (variation coefficient, V) between a given number of genes and the inclusion of an additional gene, and the optimal number of reference gene was calculated as 3 (V3/4 0.114, Fig 3A) . In conclusion, for the gene expression analyses of mRNA isolated from CSC, the optimal normalization factor should be calculated as the geometric mean of the reference targets YWHAZ, GAPDH and PGK1.
2) The most stable HKG in native adherent cells. NormFinder analysis revealed that 18S rRNA, TBP, and PPIA were the three best HKG, whereas RPL13a, G6PD, and ACTB were worse in expression stability. Similarly, GeNorm identified PPIA and 18S rRNA as the two most stable HKG, followed by GAPDH, whereas the less stable genes, in order from the last ranked, were G6PD, RPL13a, and ACTB. The CV method suggested HMBS, TBP and YWHAZ as the three most stable genes. The GeNorm calculation of the variation coefficient V suggested that the optimal number of reference genes was 2 (V2/3 0.146; Fig 3B) , and the addition of a third reference gene resulted in a small effect on normalization (below the cut-off value of 0.15). In conclusion, for the native cell, according to the analyses, the optimal normalization factor should be calculated as the geometric mean of PPIA and TBP.
3) Finally we performed the analysis of CSC and native pooled cells in all tumors (A), in sarcoma (B) and carcinoma (C).
(3A) In CSC and native cells from all tumors, NormFinder identified GAPDH, TBP, and PPIA as the three most stable HKG, whereas ACTB, RPL13a and GUSB were the less stable. PPIA and GAPDH were also confirmed by GeNorm analysis, along with 18S rRNA. Again, ACTB was the last gene in stability for the GeNorm analysis, along with B2M and G6PD. The CV evaluation suggested TBP, B2M, and SDHA (Table 4) , whereas ACTB, TUBB and 18S rRNA were the less stable. GeNorm recommended the use of 4 HKG for accurate gene expression analysis (V < 0.15 when comparing a normalization factor based on the 4 or 5 most stable targets; Fig 3C) . Consequently, the normalization factor should be calculated as the geometric mean of TBP, PPIA, HMBS, and YWHAZ or GAPDH.
(3B) In CSC and native cells from sarcoma, the NormFinder software identified GAPDH, YWHAZ and 18S rRNA as the most stable genes, instead G6PD, RPL13a and B2M were the less stable. GAPDH and YWHAZ were identified as the best HKG also by the GeNorm analysis, whereas ACTB and RPL13a were among the last ranked genes. The CV method showed that HMBS, TBP, and SDHA had the best rank position ( Table 5 ). The optimal number of reference targets is 2 (V2/3 0.143, Fig 3D) . In conclusion, the optimal normalization factor can be calculated as the geometric mean of the reference targets YWHAZ and GAPDH.
(3C) The analysis of HKG stability in carcinoma revealed that PPIA, HMBS and RPL13a were the most stable HKG for NormFinder. GeNorm also confirmed PPIA and RPL13a as most stable targets by GeNorm, followed by 18S rRNA, whereas the CV method suggested B2M, TBP and G6PD (Table 5 ). The GeNorm calculation of the coefficient V suggested that 2 HKG are sufficient for normalization (V2/3 0.084, Fig 3E) . In conclusion, the optimal normalization factor in this case should be calculated as the geometric mean of two of the following genes, PPIA, HMBS or RPL13a, which have the same overall rank value. Housekeeping Genes Stability in Cancer Stem Cells
Validation of the identified HKG in the CSC model
In gene expression evaluation, the use of suboptimal HKG can generate erroneous results or can hide a difference in gene expression. This is particularly important for genes that slightly change between two populations of cells, as CSC and native cells. We analyzed the expression of the stemness genes c-Myc, KLF4, Nanog, and OCT3/4 that were previously normalized to ACTB (Fig 1) , with the identified top-ranking HKG for CSC and native cells, in sarcoma and carcinoma, respectively (GAPDH and YWHAZ for sarcoma, and PPIA and HMBS for carcinoma). Some of the stem-related genes considered showed an improved robustness of statistical analysis performed with the normalization with the most stable HKG, in respect with ACTB. In particular, as shown in Fig 4, we found that the normalization of Nanog to the geometric mean of the most stable HKG resulted in ÃÃÃ p = 0.0007 for cscMG-63 and ÃÃ p = 0.0043 for cscACHN, whereas with ACTB normalization we obtained 
Discussion
The evolving concept of CSC has attracted much attention, and the characterization of CSC has led the way to novel prospective for anti-cancer therapies. CSC are a minority subset of tumor-initiating cells involved in various phases of the pro-tumorigenic process, from tumor initiation [30] , to chemoresistance [31] and relapse [32] . CSC can be isolated from cell lines and tissue sample with the sphere system method [12] , based on the ability of CSC to grow as spherical floating colonies in anchorage-independent conditions. To date, this is considered an invaluable method to obtain CSC-enriched cultures. Recently, we isolated CSC from musculoskeletal sarcomas, both from cell line and fresh biopsy [16, 27] . We previously elucidated that CSC and the respective native cells differs not only for the peculiar culture conditions-for the ability to adhere to the substrate or for the addition to the medium of specific nutrients or growth factors-but also and most importantly for morphological and stemness features and lysosomal acidity [16, 27] , thus probably affecting also energy metabolism.
To study the molecular phenotype of CSC and the underlying cellular mechanism of tumorigenesis, the analysis of gene expression phenotype of native tumor cells and CSC is pivotal. However, despite the recent increasing interest in CSC, an accurate selection of reference genes to a robust normalization of expression data is still missing. The study here presented identified and validated the most stable HKG among 15 candidate reference genes for the normalization of qRT-PCR data. We used a panel of CSC and native cell lines from different human sarcoma histotypes, in particular OS, RS, and ES, including a tumor primary culture derived from a human ES biopsy, and from breast and renal carcinoma. We selected the HKG to be included in this study through a literature survey on the reference genes used for the normalization of qRT-PCR data from normal stem cells [33, 34] . Among the normal stem cells, we included mesenchymal stem cells [35, 36] that represent the most likely candidate cell of origin for OS and ES [37, 38] , and tumor cells [39, 40] .
As a preliminary analysis of the selected candidate reference genes, we used deep sequencing data, and we confirmed that the gene expression profiling of the selected genes were stable, with little or no changes. Then, the expression of selected genes was validated with qRT-PCR, and we found a broad expression pattern. First of all, we analyzed the homogeneity of expression of the selected HKG in CSC and native cells using the paired Wilcoxon signed-rank test. We found significant difference in gene expression for more than a half of the examined HKG. To evaluate the stability of HKG we first analyzed our data by calculating and comparing the coefficient of variation. Afterwards, we validated the results using two well-established algorithms, NormFider and GeNorm. NormFinder determines the stability value using a modelbased approach [23] . GeNorm calculates the expression stability of a gene based on the average pairwise variation among all reference genes [22] . The application of 3 different methods of gene stability evaluation could reduce errors associated with a single software, and could avoid the selection of co-regulated transcripts. GeNorm algorithm is highly sensitive to gene co-regulation [22] because, as a pairwise comparison approach is used, co-regulated genes with a similar expression profile obtain best score. The model-based evaluation method of NormFinder avoids misinterpretations that can result from the artificial selection of co-regulated genes, and analyzed the candidate reference genes according to the intra-and inter-group expression variations. Finally, since the use of more than one different HKG is recommended for gene expression normalization [22] , we used GeNorm to determine the minimal number of HKG for accurate normalization. The results obtained with the two algorithms, GeNorm and NormFinder, were quite similar. We analyzed the most stable HKG in three groups of data: in CSC, in native cells, and in the CSC and native cells pooled group. By calculating the overall best ranked HKG from the CV, GeNorm and NormFinder analyses we found that PGK1, YWHAZ, and GAPDH were the most stable HKG for the comparison of CSC expression data, whereas the most stable HKG for native cells were PPIA and TBP. When we considered CSC and native cells with all the tumor types pooled together, we identified TBP, PPIA, HMBS and YWHAZ or GAPDH as HKG that should be used for qRT-PCR normalization, also because, by the pairwise variation analysis of the minimum number of genes, we found that at least four genes are required.
The most stable HKG for the CSC and native cells obtained only from sarcoma were GAPDH and YWHAZ, whereas for carcinoma we identified PPIA, HMBS or RPL13a. For comparison of gene expression data from CSC and native cells within the single tumor type, sarcoma or carcinoma, and based on pairwise variation analysis of the minimum number of genes, the use of two HKG was sufficient.
Although with some limits [41] , the use as internal standard for Northern blot analysis of the ribosomal subunits 18S rRNA is recommended, since their mRNA variations are weak. Also in our study, 18S RNA resulted as one of the best-ranked housekeeping gene in the pooled group with CSC and native cells of all the cell lines (ranking position 4, 2, 8 in ΔCt, GeNorm, and NormFinder respectively). Therefore, it is likely that for the quantification of mRNA, the use of ribosomal subunits for internal standards is recommended, since it is not highly affected by microenvironmental stimuli and conditions, like in vitro conditions for culturing CSC.
Our evaluation of HKG stability also suggested that ACTB and B2M, two of the most commonly used HKG used in qRT-PCR analyses [20, 42] , but also RPL13a, ranked among the last position in all the considered conditions, suggesting that these HKG could be unsuitable for the normalization of qRT-PCR data. Adversely, in carcinoma, RPL13a ranked between the most stable HKG in CSC and native cells. Therefore, appropriate HKG should be selected in relation to the tumor investigated. Moreover, the analysis of stemness genes KLF4, c-Myc, Nanog, and OCT3/4 to ACTB rather than to the most stable HKG in CSC and native cells, clearly demonstrated that normalization to the suboptimal HKG can lead to a complete loss of information about the stamness capacity of CSC, or can hide difference in gene expression between CSC and native cells.
Finally, we performed the reference gene stability analysis within spheres and native cells from the different human tumor histotypes considered in this study, and we found considerable variability among the different cell lines in terms of the best HKG (S1 Table) . Again, the analysis of the minimum number of gene required for the robust normalization for all the groups considered suggested two HKG (S1 Fig). In particular, based on the average of the HKG ranking obtained from three different methods, we suggested that the optimal normalization factor could be calculated as the geometric mean of GUSB and 18S rRNA for MG-63, PGK1, HMBS or TBP for RD, PPIA and HPRT1 for A-673, YWHAZ and PPIA for ES4540, TBP and YWHAZ for MDA-MB-231, and PPIA and GUSB for ACHN.
Taken together, our results demonstrate that proper reference genes should be appropriately selected under different experimental conditions. We recommend to use at least two of the suggested HKG for normalize qRT-PCR-based gene expression analyses of human CSC and native cells.
Conclusions
The present study offers substantial information on valid reference genes for the analysis of gene expression variation between CSC and adherent native cells from different types of tumor, providing a valuable platform for transcriptional analyses focused on the pathogenesis of musculoskeletal sarcomas and carcinomas and for identifying specifically anti-tumor therapy targeting CSC.
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